ABSTRACT We present here the complete genome sequences of two newly isolated Pseudoalteromonas tetraodonis and Pseudoalteromonas lipolytica strains, isolated from the gut of the sea cucumber Apostichopus japonicus, to provide a useful means for facilitating the study of antibacterial, bacteriolytic, agarolytic, and algicidal activities of marine Pseudoalteromonas species.
content and an N 50 of 196,947 bp. The draft genome for P. lipolytica CSB02KR also consisted of 49 contigs, covering 4,387,864 bp, with 41.5% GϩC content and an N 50 of 234,255 bp.
Automatic gene annotation was performed using the program Rapid Annotations using Subsystems Technology (RAST; version 2.0) (14) . The annotated P. tetraodonis CSB01KR genome contains 3,567 genes, including 3,479 protein-coding sequences classified in 456 subsystems, 5 5S rRNAs, 5 short subunit (SSU) rRNAs, 3 long subunit (LSU) rRNAs, and 75 tRNAs. In the P. lipolytica CSB02KR genome, 3,984 genes that consist of 3,904 protein-coding sequences classified in 487 subsystems, 2 5S rRNAs, 1 SSU rRNA, 2 LSU rRNAs, and 75 tRNAs were annotated. We believe that the fullgenome sequences of the two Pseudoalteromonas strains expand the repertoire of genomic information for the genus Pseudoalteromonas and will provide important insights into their role within microbial communities. Accession number(s). The raw data of the two strains have been deposited in the NCBI database under the BioProject accession number PRJNA328511. The assembled draft genomes of P. tetraodonis and P. lipolytica were deposited at GenBank with accession numbers MBSZ01000001 to MBSZ01000049 and MBMS01000001 to MBMS01000049, respectively.
